Filovirus history and geographic range
The phylogeny illustrates the genetic relationships between the filoviruses and the associated map shows the known range of filovirus circulation according to virus (Figure 1 Ozolins (1975) Gulu (2000) Bundibugyo (2007) Ferlite ( Cave were inhabited by large numbers of R. aegyptiacus 24, 27 .
Follow-up longitudinal studies of R. aegyptiacus populations at these sites revealed a consistent prevalence of both MARV and RAVV infection in 2-5% of the bats. Genetically diverse marburgviruses were isolated from bat tissues that were genetically similar to those sequences generated from outbreak cases. Further, the studies found a temporal association between marburgvirus spillover events, biannual pulses of active MARV infection in juvenile bats and the biannual birthing season. These studies provided the evidence needed to definitively identify R. aegyptiacus as a natural reservoir host of the marburgviruses and a source of spillover into the human population.
Natural history of MARV infection in R. aegyptiacus
Following the discovery of R. aegyptiacus as the natural reservoir host for the marburgviruses, experimental studies were initiated to investigate the natural history of virus infection in this bat species. replication and no viral shedding followed by seroconversion 42, 43 .
These findings suggest that sporadic detection of filovirus RNA or
IgG antibodies from wild-caught bats may only represent virus spillover resulting from contact with a primary reservoir host.
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